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Supplementary Figure 4: (A) Structure-based multiple sequence alignment of the N-terminal 
domains of NELL1 and NELL2 homologs and the N-terminal domain of human 
thrombospondin-1 (TSP-1). The DSSP secondary structure assignment of the TSPN structure 
(PDB code 1z78, chain A) is depicted at the top of the alignment. (B) Multiple sequence 
alignment of NELL1 and NELL2 homologs. Domain locations are represented as colored bars 
at the top of the alignment (green: VWC domain; pink: EGF-like domain). Alignment 
columns with more than 70% physicochemically similar amino acids are highlighted in blue 
boxes with white letters. Text labels point to the N-terminal signal peptide and the sequence 
variants, which are marked yellow in all homologs. Residue numbering in the alignment is 
based on complete protein sequences as derived from corresponding UniProt entries. 


